. 200 cultivars used in the study. Table S2 . Classification and annotation of SNPs in candidate regions of the peak on chromosome 11. Table S3 . Candidate gene homologs and functional annotation. Table S4 . Classification and annotation of SNPs in candidate regions of the peak on chromosome 9. Table S5 . Classification and annotation of SNPs in candidate regions of the peak on chromosome 12.
Supplementary Figure S1 . The high-density genomic variation map spanned 15 chromosomes and contained 674,074 high-quality SNPs (coverage depth ≥ 3, missing rates ˂ 0.2 and MAF ≥ 0.05). 
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